Organs from 3 birds (1 turkey and 2 chickens) that had died during this outbreak were further analyzed. Homogenates of lungs, kidneys, and spleens were tested by hemagglutination inhibition (HI) assay. The highest titers, 32 and 16, were observed in the spleen of the turkey and kidneys of the chickens, respectively. H5 influenza A virus was identified in a homogenate of turkey spleen by conventional HI assay (7) with a panel of reference antisera.
For the identification of NA subtype, RNA was isolated from turkey spleen homogenate and synthesis of viral cDNA was performed as previously described (7) . Amplification by polymerase chain reaction (PCR) and sequencing of an NA gene fragment were performed with in-house primers (sequences of primers are available on request). The nucleotide sequence obtained (547 bp, GenBank accession no. DQ231243) showed 100% identity with the NA gene of H5N1 viruses isolated in People's Republic of China in 2005 (e.g., A/Great black-headed gull/Qinghai/ 1/05) (5, 6) .
Homogenates of bird organs (turkey spleen and chicken kidneys) were injected into the allantoic cavity of 10-day-old embryonated chicken eggs. Three hemagglutinating agents were isolated (titers 1,024-2,048) and identified as H5 influenza A virus (A/Turkey/Suzdalka/Nov-1/05, A/Chicken/Suzdalka/Nov-11/05, and A/Chicken/Suzdalka/Nov-12/05) by reverse transcription-PCR and sequencing (isolation of RNA from allantoic fluid and synthesis of virus cDNA were performed as previously described [7] ). PCR amplification and sequencing of a fragment of the HA gene were performed with an inhouse primer set for the H5 gene (available on request). Phylogenetic (Figure) . Deduced amino acid HA cleavage site sequences of all isolates (PQGER-RRKKR/GL) corresponded to highly pathogenic Asian H5N1 influenza virus variants (5, 6) .
To test virulence, 10 six-week-old chickens were intravenously infected with isolate A/Turkey/Suzdalka/Nov-1/05 as previously described (7). All viruses isolated were highly pathogenic (all chickens died within a day of infection).
We isolated H5N1 influenza virus from the spleen of a turkey that died during an outbreak in poultry in west- 
Leishmaniasis among Gold Miners, French Guiana
To the Editor: In 2004, the Cayenne General Hospital and public health centers recorded 348 new cases of cutaneous leishmaniasis (CL) in French Guiana (1) . A case of CL was considered confirmed if cutaneous lesions were present for >2 weeks; the patient had a compatible epidemiologic history; and microscopic examination of dermal scrapings, parasite cultivation, or both showed positive results for Leishmania. According to the population estimate given by the French National Institute for Statistics and Economical Studies (INSEE, Cayenne), the incidence of CL in 2004 was 0.2%-0.4% and has been relatively stable since 1979 (2,3). However, when the annual number of cases per village were examined, new CL cases were heterogeneously distributed. Saint Elie, a gold-mining village in the inland neotropical forest, had an apparent incidence rate of 25.9% in 2004 and 28.9% in 2005 (Figure) ; risk for infection in this village was, on average, 65× higher than anywhere else in French Guiana. We tested samples from 12 random CL patients with a Leishmania-specific polymerase chain reaction-restriction fragment length polymorphism test that targeted the internal transcribed spacer 1 of ribosomal RNA genes with primers SSU-12103-D (5′-GGGAATATCCTCAGCACGT-3′) and 5.8S-13333-R (5′-CGACACT-GAGAATATGGCATG-3′) (4 Patient interviews showed that most of these workers (≈90%) originated from the poorest northern Brazilian states (Pará, Amapá, Roraima, and especially Maranhão). Thus, the incidence rate of 25.9%, calculated on the basis of 239 inhabitants, was likely overestimated. Taking into account a substantial turnover in migrant populations, the denominator could be 500-1,000 inhabitants, and the incidence rate would be 6.2%-12.4%. All patients worked in the small-scale gold mines surrounding Saint Elie, and CL cases were recorded without seasonal fluctuations. Imported cases are possible, but reports are likely to be anecdotal because clinical observations, estimated dates of infection, and duration of patient stay in Saint Elie were congruent and because all genotyped strains were Guianan L. guyanensis (1) . 
